in the Supcommences within the idiomorph region, the final 360 bp of the gene were found to lie within the flanking seplemental Data available with this article online) was cloned and sequenced and was found to have closest quence common to both AF217 and AF293 ( Figure 1A ). Terminal regions of MAT-1 genes have elsewhere been homology to the MAT1-1 gene from A. nidulans (E = 5e10 −6 ) [20] . We then chromosome walked to obtain the found to lie within the flanking regions bordering idiomorphs [22], but to our knowledge, this situation has entire α box gene and surrounding region from AF217. Fragments of 2.5 and 2.0 kb were obtained in the 5# not been observed before for a fungal MAT-2 gene. The entire MAT1-1 idiomorph was cloned and sequenced and 3# directions, respectively. These were sequenced, and the combined data (deposited as GenBank accesfrom an independent clinical isolate AF250 from the United Kingdom (Table S1 ) with primers Loc1 and AFM3 sion number AY898661) were compared to the genome sequence of AF293 (http://www.tigr.org/tdb/e2k1/afu1/; to confirm this observation ( Figure 1A 
Idiomorph Distribution
Results revealed the presence of isolates of both We next wished to assess the distribution in nature of mating types in approximately equal proportion, with isolates of A. fumigatus of complementary MAT1-1 and overall 43.3% MAT1-1 and 56.7% MAT1-2 (Table 1 ). The MAT1-2 genotype. To achieve this, we devised a multisame figures were obtained for the clone-corrected plex PCR-based mating-type diagnostic test. This utidata set, with 8% of isolates from the same geographilized two mating-type-specific primers located within cal sites found to be possible clonal samplings (Table 1 ; the MAT1-1 or MAT1-2 idiomorphs (AFM1 and AFM2, Table S1 ). There was no significant difference in ratios respectively), together with a "common" primer ( (Figure 2) . Furthermore, the ability of the diagnostic to (despite clone correction), which was responsible for the overall significant dominance of MAT1-2 isolates in the present study. Nine of 24 total polymorphisms in the three regions were found in isolates of opposite mating the worldwide sampling (Table 1) . Intriguingly, certain French collections (Loh, Mar, and Mou; Table S1) intype. Given the low probability of isolates of both mating types' sharing the same substitutions through concluded MAT1-1-and MAT1-2-genotype isolates that shared the same RFLP pattern, suggesting that these vergence [38], these data suggest that MAT-1 and MAT-2 isolates of A. fumigatus were exchanging substitutions were very closely related strains (results not shown).
The results of the worldwide survey are highly signifiwhile these regions were evolving-consistent with a history of recombination by sexual or parasexual means. 
